Distances of microarray probes from nearest transcription start sites (TSS) were split in 13 bins of 200nt (lower bin limit is indicated in the figure) , and the distribution in MFC POL was plotted for each bin. If a bin has significantly higher MFC POL than any other bin, the number of bins with lower MFC POL than itself is represented by a red number (p wilcoxon < 0.05). Figure S8: Comparison of mRNA stability before and after stress induction. mRNA half-lives measured in unstressed cells (from reference 34) were compared to mRNA half-lives during the stress response derived from mathematical modelling. Clusters from the 'constant' model are plotted as a function of half-lives before and after stress induction. Green dots show clusters with significantly shorter half-lives during stress, while orange dots show clusters with significantly longer half-lives during stress (P wilcox <0.01). Clusters with small log 2 med MFC EXP (between -0.7 and 0.7) are circled in black. (Table S5) .
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